A meta-analysis was performed to estimate the association between HIF-1a polymorphism (C1772T) and breast cancer risk.
Background
Breast cancer is the leading cause of death by cancer for females worldwide [1] . Although there are some well-established risk factors identified for breast cancer [2, 3] , unfortunately, the mechanisms have not been clearly identified. Hypoxia has been confirmed as an important factor in most solid tumors, including breast cancer. A hypoxic microenvironment triggers multiple cellular responses, such as angiogenesis, and involving cell-cycle control proteins, metastasis, and poor prognosis. These responses are highly dependent on the activation of hypoxia-inducible factor-1 (HIF-1). HIF-1 is a key transcription factor that regulates the cellular adaptation to hypoxia [4] . The HIF-1 gene is located on chromosome 14q21-24 and consists of 15 exons and codes the cDNA of 3919 bps [5] . HIF-1 consists of HIF-1a and HIF-1b subunits (also known as aryl hydrocarbon nuclear translocation, ARNT). The HIF-1b subunit is constitutively expressed, while HIF-1a protein expression and transcriptional activity are tightly regulated by the oxygen level [6] . Under normoxic conditions, HIF-1a is rapidly degraded, binding to the von Hippel-Lindau tumor suppressor protein (pVHL), a recognition component for ubiquitination and proteasomal degradation of HIF-1a. In hypoxic conditions, HIF-1a degradation is limited and rapidly accumulated in the nucleus to drive transcription of many survival genes [7] . A number of polymorphisms and mutations within the HIF-1a gene have been identified. The most widely studied single-nucleotide polymorphism (SNP) in HIF-1a, C1772T (P582S, rs11549465), has been identified in exon 12 of the gene within the oxygen-dependent degradation (ODD) domain 11 [8] . The C>T change at 1772 leads rise to Pro/Ser variation at codon 582 [8] . The presence of the polymorphic variant was shown to cause a markedly higher transcriptional activity than the wild type under both normoxic and hypoxic conditions in in vitro studies [9, 10] . HIF-1a 1772 C/T genetic polymorphism has been considered to influence risk for many types of cancer, but the results of epidemiological studies are conflicting. C1772T polymorphism was found to confer increased risk of developing glioma [11] , cervical cancer [12] , endometrial cancer [12] , and pancreatic cancer [13] but not liver cancer [14] , oral cancer [15] , or esophageal cancer [16] . Even in studies on breast cancer, the results were inconsistent. Several studies showed no marked differences between patients and controls in terms of the distribution of C1772T polymorphism [17] [18] [19] , and others showed opposite conclusions [20] [21] [22] .
The inconsistent conclusions may due to the relatively small sample sizes and differences in patient ethnic backgrounds. To clarify the association of HIF-1a C1772T polymorphism with breast cancer risk, we estimated the overall cancer risk of this polymorphism by performing a meta-analysis on all eligible case-control studies In addition, we stratified the subgroup analysis according to ethnic backgrounds, clinicopathological parameters, and habits.
Material and Methods

Publication search
Computer searches were performed independently by 2 authors in PubMed (published before June 2013 in English) to collect articles about the association of HIF-1a C1772T polymorphism and breast cancer risk. The following keywords were used: breast cancer, hypoxia-induced factor 1/HIF-1/HIF-1a, C1772T/P582S/ rs11549465 and polymorphism/genotype/SNP. We also reviewed reference lists of main reports and review articles by a manual search to identify additional relevant articles.
Inclusion criteria and data extraction
The following criteria were used to choose studies for the meta-analysis: (1) use of a case-control design; (2) evaluated the associations between C1772T polymorphism and breast cancer risk; (3) contained at least 2 comparison groups (cancer group and control group); (4) included detailed data. Accordingly, articles lacking data or containing data inappropriate for metaanalysis, review articles without original data, and case reports were excluded. Two reviewers independently extracted data and all authors discussed disputable data. The following characteristics were recorded from each study: the first author's surname, year of publication, country of origin, patient ethnicity, source of control, number of cases and controls, genotyping methods, and number of various genotypes. Subjects were extracted separately according to ethnicity, clinicopathological parameters, and habits for subgroup analyses. The clinicopathological parameters included menopausal status, clinical stage, lymph nodes, histological grade, and estrogen receptor. The habits included alcohol consumption and cigarette smoking.
Statistical analysis
The associations between HIF-1a C1772T polymorphism and breast cancer risk were measured using odds ratio (OR) with 95% confidence interval (CI). We used the Z test to assess the significance of the Ors, and I 2 and Q statistics to determine the statistical heterogeneity among studies. We used a random-effects model when P value of heterogeneity tests was no more than 0.1 (P£0.1); if not, we used a fixed-effects model. Sensitivity analyses were performed to assess the stability of the results by removing 1 study at a time to reflect the influence of the individual data set on the pooled OR. Publication bias was evaluated by funnel plot and Egger's test. We investigated the strength of the association in the allele model (T vs. C), the dominant model (TT+CT vs. CC), and the recessive model (TT vs. CT+CC), respectively. P value <0.05 were considered significant. All statistical analyses were performed using Review Manager version 5.1 (Revman; The Cochrane Collaboration, Oxford, UK).
Results
Study characteristics
After searching 13 articles meeting the search criteria, we identified 6 relevant publications, including 2143 cases and 2046 controls, to assess the relationship of HIF-1a C1772T polymorphism and breast cancer (Figure 1 ) [17] [18] [19] [20] [21] [22] . The characteristics of the included studies are listed in Table 1 . Three studies [17] [18] [19] were performed in Caucasians and 3 [20] [21] [22] were based in Asians. All studies were case-control, including 3 population-based studies and 3 hospital-based studies.
Quantitative data synthesis
For HIF-1a C1772T polymorphism, a variation in the T allele frequency was identified across the 6 studies, ranging from 0.04 to 0.19 ( Table 2 ). The mean frequency of the T allele in Caucasian populations was 0.11, which was higher than that in Asian populations (0.08). There was no significant difference between Asians and Caucasians (P>0.05).
As shown in Table 3 , there was no significant association between C1772T polymorphism and breast cancer risk in the overall population in the dominant model (Figure 2 
This work is licensed under a Creative Commons Attribution-NonCommercial-NoDerivs 3.0 Unported License We used Begg's funnel plot and Egger's test to assess the publication bias. The funnel plots appeared to be symmetrical in all models and Egger's test did not reveal any evidence of publication bias (P>0.05).
Discussion
HIF-1a has an important role in carcinogenesis; polymorphisms affecting its activity might conceivably influence tumor progression and aggressiveness. Consequently, multiple studies have been performed assessing the role of HIF-1a polymorphisms as risk factors in cancer. It was reported that HIF-1a1772 C/T polymorphism was a risk factor for many types of cancers, including head and neck, esophageal, lung, colonic, breast, gastric, pancreatic, kidney, prostatic, and endometrial cancer [7, 23, 24] . In breast cancer, HIF-1a expression has been shown to be associated with poor overall and disease-free survival [25, 26] and progression of pathological stage [27, 28] .
HIF-1a 1772 C/T polymorphism, which induces proline-to-serine amino acid substitutions, is considered to increase tumor microvessel density, which result in cancer progression [29] . It has previously been shown to be associated with the risk for breast cancer. The present study included 2143 cases and 2046 controls for C1772T polymorphism, and investigated the association of HIF-1a C1772T polymorphism with breast cancer risk. Subgroup analyses by ethnicity, clinicopathological characteristics, and habits were also extracted, showing that there was no marked association between C1772T polymorphism and breast cancer risk in the overall population. In the subgroup analysis We also stratified the association between HIF-1a C1772T polymorphism and habits, also obtaining negative results.
When interpreting the results of the current study, certain limitations of the meta-analysis must be considered. Firstly, this meta-analysis contained a relatively small sample size, deficient control populations, and especially, the limitation of clinicopathological data may have affected our final conclusion. Secondly, the meta-analysis was based on unadjusted estimates, and a more precise analysis is required when more detailed individual data become available; therefore, we could not estimate the risk of cancer according to gene-gene and gene-environment interactions.
Conclusions
The present meta-analysis provides clear evidence that HIF1a C1772T polymorphism is a risk factor for susceptibility to breast cancer in Asians. There was no association between HIF-1a C1772T polymorphism with clinicopathological characteristics and habits of breast cancer patients. Large studies involving more detailed individual data are required to validate the results of the current study.
